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Abstract
Dehalococcoides mccartyi strains are of particular importance for bioremediation due to their unique capability of
transforming perchloroethene (PCE) and trichloroethene (TCE) to non-toxic ethene, through the intermediates cis-
dichloroethene (cis-DCE) and vinyl chloride (VC). Despite the widespread environmental distribution of Dehalococcoides,
biostimulation sometimes fails to promote dechlorination beyond cis-DCE. In our study, microcosms established with
garden soil and mangrove sediment also stalled at cis-DCE, albeit Dehalococcoides mccartyi containing the reductive
dehalogenase genes tceA, vcrA and bvcA were detected in the soil/sediment inocula. Reductive dechlorination was not
promoted beyond cis-DCE, even after multiple biostimulation events with fermentable substrates and a lengthy incubation.
However, transfers from microcosms stalled at cis-DCE yielded dechlorination to ethene with subsequent enrichment
cultures containing up to 109 Dehalococcoides mccartyi cells mL21. Proteobacterial classes which dominated the soil/
sediment communities became undetectable in the enrichments, and methanogenic activity drastically decreased after the
transfers. We hypothesized that biostimulation of Dehalococcoides in the cis-DCE-stalled microcosms was impeded by other
microbes present at higher abundances than Dehalococcoides and utilizing terminal electron acceptors from the soil/
sediment, hence, outcompeting Dehalococcoides for H2. In support of this hypothesis, we show that garden soil and
mangrove sediment microcosms bioaugmented with their respective cultures containing Dehalococcoides in high
abundance were able to compete for H2 for reductive dechlorination from one biostimulation event and produced ethene
with no obvious stall. Overall, our results provide an alternate explanation to consolidate conflicting observations on the
ubiquity of Dehalococcoides mccartyi and occasional stalling of dechlorination at cis-DCE; thus, bringing a new perspective
to better assess biological potential of different environments and to understand microbial interactions governing
bioremediation.
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Introduction
Dehalococcoides mccartyi is a newly classified genus and species
belonging to the Dehalococcoidia class in the phylum Chloroflexi [1].
The members of this genus respire halogenated compounds with
an array of carbon backbones of biogenic and anthropogenic
origin (i.e., ethenes [2,3], benzenes [4], phenols [5], and biphenyls
[6]). Of particular importance for bioremediation are Dehalococ-
coides mccartyi strains that reduce the widespread soil and
groundwater contaminants perchloroethene (PCE), trichlor-
oethene (TCE), and the daughter chlorinated products, cis-
dichloroethene (cis-DCE) and vinyl chloride (VC) to the non-
toxic, non-chlorinated end product, ethene [1–3,7]. These strains
couple the reductive dechlorination of these chlorinated ethenes to
growth using H2 as electron donor and acetate as carbon source
[1]. Hence, stimulation of indigenous Dehalococcoides (biostimula-
tion) or addition of laboratory-cultivated consortia containing
Dehalococcoides (bioaugmentation) are bioremediation engineering
avenues utilized to decontaminate and restore sites polluted with
chlorinated ethenes [8,9]. The potential for partial reduction of
PCE and TCE to cis-DCE extends to multiple bacterial genera
[10]. On the other hand, the capacity to dechlorinate chlorinated
ethenes to ethene is, to date, unique to Dehalococcoides mccartyi.
A range of (mostly) contaminated environments has served as
microbial inocula for Dehalococcoides enrichment cultures through-
out the two decades of research on reductive dechlorination.
Table 1 contains a compilation of cultures employed in
fundamental studies and in bioaugmentation research/applica-
tions for PCE or TCE dechlorination. Development of these
enrichment cultures is a lengthy process [11] as the enrichments
must be actively fed and transferred to maintain the desired
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biological activity. Careful consideration is given to any environ-
mental sample (soil, sediment, or groundwater) before pursuing
this labor- and time-intensive work. Often crucial in deciding to i)
develop novel reductively dechlorinating enrichment cultures, ii)
biostimulate, and iii) bioaugment a contaminated site is evidence
of reductive dechlorination to VC and ethene. Hence, VC and
ethene are measured either in laboratory microcosm experiments
or directly, during evaluation of contaminated sites [12–14]. This
information is not always reported per se; however, for the majority
of the enrichment cultures in Table 1, there was evidence of
desired biological activity through one or both assessment
methods.
Observations on the presence of Dehalococcoides and the stalling
of PCE/TCE dechlorination at cis-DCE or VC are also common.
This puzzling outcome has been reported in soil and sediment
microcosm studies and in bench-scale bioremediation scenarios
[12,16,25–28], as well as at contaminated sites undergoing
bioremediation [8,14,29]. Whereas some of the abovementioned
works did not put forth an explanation on the inability to achieve
dechlorination of cis-DCE or VC, the most commonly proposed
reason was the absence of Dehalococcoides mccartyi strains with DCE-
and VC-respiring metabolic capabilities [8,16,26,28,30]. None-
theless, this unpredicted outcome was also noted even when the
identified Dehalococcoides mccartyi genes vcrA and bvcA coding for VC
reductive dehalogenase enzymes were detected [27]. Yet, neither
VC reduction nor increases in Dehalococcoides mccartyi occurred in
microcosms biostimulated with a fermentable substrate as the
precursor for H2 and acetate [27].
We hypothesize that, often, the discrepancy between the
expected and the observed activities of Dehalococcoides is not due
to their metabolic potential; instead, it is a consequence of the
intrinsic competition for electron donor (H2) in soils and
sediments, driven by a variety of electron acceptors such as
nitrate, Fe (III), sulfate, and bicarbonate (HCO3
2). Electron donor
competition was recognized early on as an important phenomenon
that needed to be characterized in order to predict, explain, and
optimize reductive dechlorination by Dehalococcoides [12,31–33].
This need led to a number of studies showing that donor-
competing terminal electron accepting processes affect not only
the rates but also the extent of reductive dechlorination of
chlorinated ethenes [31,32,34–40]. At contaminated sites under-
going in situ bioremediation, these processes could lead to minimal
biostimulation of Dehalococcoides, prolonged lag times before the
onset of dechlorination, and/or incomplete dechlorination. But
despite the acknowledgement of donor competition as a variable in
reductive dechlorination, its importance is often dismissed at field
sites on the grounds that fermentable substrates responsible for H2
production are added in excess [13].
In this study, microcosms were biostimulated with TCE and
fermentable substrates to promote growth of Dehalococcoides mccartyi
but stalled at cis-DCE, irrespective of the fact that electron donor
was supplied ,150 times in stoichiometric excess for complete
dechlorination of TCE to ethene. Our findings strongly support
electron donor competition for the inability to produce VC and
ethene in microcosms stalled at cis-DCE. Transfers from stalled
microcosms in the absence of soil/sediment produced ethene and
Table 1. Environmental inocula and enrichment conditions of chlorinated ethene-dechlorinating cultures.
Culture Inoculum source
Contamination and/or
anthropogenic activity Enrichment
Chlorinated e2
acceptor
e2 donor and
carbon source
Unnamed [15]a Sludge, Ithaca wastewater treatment plant, NY Wastewater PCE Methanol and acetate
Pinellas [16] Soil and groundwater, Department of Energy’s
Pinellas site, Largo, FL
Chlorinated solvents
(mostly TCE)
TCE Lactate
ANAS [17] Soil, Alameda Naval Air Station, CA Chlorinated solvents (mostly TCE)
and waste oil
TCE Lactate
KB1 [18] Soil and groundwater, Southern Ontario
contaminated site, Canada
TCE TCE Methanol
Unnamed [19]b Aquifer material, Bachman Road Residential
Wells site, Oscoda, MI
PCE cis-DCE Lactate
Victoria [20]c Aquifer material, Victoria
contaminated site, TX
PCE PCE Benzoate
Unnamed [21]d Sediment, Red Cedar River, MI No contamination PCE H2 and acetate
PM [22] Aquifer material, Point Mugu Naval Air
Weapons Station, CA
TCE TCE Butanol
EV [22] Groundwater, Evanite site, Corvallis, OR TCE PCE Butanol
SDC-9 [23] Aquifer material, contaminated site,
Southern CA
Chlorinated solvents PCE Lactate
Hawaii-05 [24] Aquifer material, Hickam Air Force Base, HI Chlorinated solvents TCE Lactate
PKJS [24] Aquifer material, Air Force Plant PJKS, CO TCE TCE Lactate
DehaloR‘2 [25] Estuarine sediment, Chesapeake Bay, MA Wastewater effluent TCE Lactate and methanol
ZARA-10 (this study) Garden soil, Cuzdrioara, Romania No contamination TCE Lactate and methanol
LINA-09 (this study) Mangrove sediment, Carolina, Puerto Rico No contamination TCE Lactate and methanol
ISLA-08 (this study) Groundwater sediment, Parris Island MCRD
Site 45, SC
PCE TCE Lactate and methanol
Enrichment originating Dehalococcoides mccartyi strain a195, bBAV1, cVS, and dFL2.
doi:10.1371/journal.pone.0100654.t001
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yielded in subsequent enrichment cultures robust growth of
Dehalococcoides mccartyi and fast rates of dechlorination.
Materials and Methods
Ethics Statement
No specific permits were required for the sampling activities in
Cuzdrioara, Romania and Carolina, Puerto Rico. The Cuzdrioara
location is privately-owned by the family of the first author (AGD).
Please contact AGD for future permissions. The sampling location
in Carolina is not privately-owned or protected in any way. The
core sediments from Parris Island Marine Corps Recruit Depot
(MCRD) Site 45 were donated by Paul C. Johnson from Arizona
State University who was authorized by MCRD to collect these
samples from their site. The sampling work did not involve any
endangered or protected species in either location.
Environmental Sources
The soil and sediment samples originated from the following
geographic locations: Cuzdrioara, Cluj County, Romania
(47.17uN, 23.92uE), Carolina, Puerto Rico, USA (18.34uN,
65.95uW), and Parris Island MCRD Site 45, Beaufort County,
South Carolina, USA (32.33uN, 80.69uW). The Cuzdrioara soil
was collected from an uncontaminated vegetable garden from a
depth of ,15 cm. The Carolina sediment was sampled from an
uncontaminated tropical mangrove with a shallow water table
(10–15 cm). The sediments from Parris Island were core samples
collected from a 5 m depth in an area of the military base
contaminated with PCE. A site description with sampling locations
for Parris Island MCRD Site 45 was published elsewhere [41].
Once brought to the laboratory, all soils and sediments were stored
at 4uC until the establishment of microcosms.
Microcosms and Enrichment of Soil/Sediment-Free,
Chlorinated Ethene-Respiring Dehalococcoides Cultures
We established the following microcosms: Cuzdrioara soil,
n = 3; Carolina sediment, n = 3; and Parris Island sediment, n = 20
(replicates from 10 core sections evenly dispersed throughout a
5 m depth profile) in 30 mM HCO3
2-buffered, reduced anaer-
Figure 1. Biostimulation of chlorinated ethene-respiring com-
munities containing Dehalococcoides. Dechlorination of TCE in
microcosms (left panels), first transfers from microcosms (middle
panels), and enriched soil/sediment-free cultures (right panels). The
microcosms (left panels) were setup with (A) uncontaminated garden
soil, (B) uncontaminated mangrove sediment, and (C) PCE-contaminat-
ed groundwater sediment. A total of 26 microcosms were established.
(A)–(B) (left panels) Cuzdrioara and Carolina microcosm replicates
exhibited the same pattern for reductive dechlorination product
formation and one replicate is shown. Eight Parris Island replicate
microcosms from different core depths formed VC and ethene within
30 days after microcosms were established. (C) (left panel) One
representative VC and ethene-producing microcosm is presented. The
dashed arrows represent an additional transfer not shown. The time-
course experiments from the right panels (A–C) are from the third
consecutive addition of 0.5 mmol L21 TCE. The error bars in the right
panels show standard deviation of triplicate cultures. Note the time
scale differences between left, middle, and right panels.
doi:10.1371/journal.pone.0100654.g001
Table 2. Characterization of Dehalococcoides mccartyi-containing cultures enriched in this study.
Enrichment culture
ZARA-10 LINA-09 ISLA-08
Highest transient conversion ratea
(mmol Cl2 released L21 d21) 2.760.34 2.460.43 2.560.08
Conversion of 0.5 mmol L21 TCE to $80% etheneb
(days) 1.7 2.8 4.0
Conversion of 1 mmol L21 TCE to $80% etheneb
(days) 2.3 5.9 8.8
Final Dehalococcoides mccartyi densitiesc
(cells mL21) at 0.5 mmol L21 TCE 9.66108 2.26109 1.96109
(cells mL21) at 1 mmol L21 TCE 2.36109 1.86109 2.36109
Yield Dehalococcoides mccartyid
(cells mmol21 Cl2 released) 2.66108 1.86108 2.36108
aRates calculated between two consecutive sampling points. The transient rates were highest for all cultures on the third addition of 1 mmol L21 TCE.
bConversion times reported from independent experiments for the third consecutive addition of TCE.
cFinal densities after three consecutive additions of TCE.
dYields were calculated from the change in the 16S rRNA gene copies measured by qPCR divided by the change in concentration of TCE reduced to ethene.
doi:10.1371/journal.pone.0100654.t002
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obic mineral medium described [25]. Each microcosm consisted of
5 g soil or sediment in 160-mL glass serum bottles with 100 mL
medium. The initial pH of the medium was 7.8. We added to each
microcosm 0.2–0.3 mmol L21 TCE (nominal concentration).
Additionally, we added the fermentable substrates lactate
(5 mM) and methanol (12 mM) as H2 and acetate precursors,
1 mL ATCC MD-VS vitamin supplement (ATCC, USA), and
50 mL of vitamin B12 from a 1 g L
21 stock solution. The
microcosm bottles were incubated statically at 30uC. Cuzdrioara
and Carolina microcosms were incubated for 200 days, during
which time 5 mM lactate was re-added on two separate occasions
(days 46 and 180).
We performed serial transfers (10% vol/vol) into same size
serum bottles using the same medium compositions to remove the
soil or sediment. The microcosm bottles were shaken vigorously
and allowed to settle for 15 minutes so that the supernatant was
mostly devoid of soil or sediment when transferred to the new
bottles. Upon each transfer, we supplied additional TCE, lactate,
and methanol. After three consecutive transfers, we named the
enrichment culture from Cuzdrioara soil, ZARA-10, from
Carolina sediment, LINA-09, and from Parris Island sediment,
ISLA-08. At all times when handling these cultures, we employed
aseptic technique and took precautions to avoid cross-contamina-
tion of the cultures. We maintained the three enrichment cultures
by feeding them 3–4 times consecutively with 0.5 mmol L21 TCE,
5 mM lactate, and 12 mM methanol or 1 mmol L21 TCE, 5 mM
lactate, and 24 mM methanol. Each addition of TCE was allowed
to proceed to $80% ethene. We flushed the headspace of the
bottles with ultra-high purity N2 gas to remove headspace gases
that accumulated as a result of dechlorination (ethene and VC),
fermentation (CO2) and methanogenesis (CH4) before adding a
new dose of TCE and fermentable substrates. Removal of CO2
from the headspace would also raise the pH of the medium, which
decreased as a result of dechlorination and fermentation. When
not actively used in experiments, we kept stock cultures of the soil/
sediment-free enrichments in a 4uC refrigerator. No significant loss
of activity was observed in these cultures even after several months
of storage at 4uC, consistent with published findings [40].
ZARA-10 and LINA-09 Bioaugmentation Experiments
Bioaugmentation experiments were carried out to evaluate
whether ZARA-10 and LINA-09 soil/sediment-free cultures could
dechlorinate TCE to ethene in the soil and sediment from which
they originated. We setup 120-mL glass serum bottles (four bottles
per culture) with 2.5 g soil or sediment, 50 mL reduced anaerobic
medium, 0.25 mmol L21 TCE, 5 mM lactate and 12 mM
methanol, and 1% inoculum vol/vol (0.5 mL) ZARA-10 or
LINA-09 culture, respectively. We measured the dechlorination of
TCE to ethene in time-course experiments.
Figure 2. Bacterial composition at the class level as determined by 454 pyrosequencing of the V2-V3 region of the 16S rRNA gene.
The outer pie charts (A–C) represent the relative abundance of select classes in the Cuzdrioara uncontaminated soil, (B) Carolina uncontaminated
sediment, and (C) Parris Island contaminated sediment. The inner pie charts (A’–C’) show the five most abundant classes in the respective soil/
sediment-free enrichment cultures, ZARA-10, LINA-09, and ISLA-08. The classified taxa presented contributed to at least 1% of the total relative
abundance and are organized in alphabetical order.
doi:10.1371/journal.pone.0100654.g002
Figure 3. Alpha and beta microbial diversity analyses. (A)–(C)
Rarefaction plots for PD Whole Tree measurements from the 454
analysis using trimmed, equal sequencing depth OTUs (1,486) per
sample. (D) Weighted UNIFRAC distance calculated after trimming the
samples to equal sequence depth in QIIME. The PCoA plot was
generated by grouping the samples into two categories (soils/
sediments vs. enrichment cultures). The color blue corresponds to the
soil/sediment samples, while green corresponds to the soil/sediment-
free enrichment cultures.
doi:10.1371/journal.pone.0100654.g003
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Gas and Liquid Chromatography Analyses
200 mL gas samples were extracted from the headspace of
bottles to measure chlorinated ethenes, ethene, and methane using
a Shimadzu GC-2010 (Columbia, USA) instrument with a flame
ionization detector (FID). Details on the column type and
properties, GC temperature and pressure profiles, calibration
curves, and detection limits for each compound measured on the
GC-FID were published elsewhere [34,42,43]. H2 was also
measured from 200 mL gas samples from the headspace of the
bottles using a Shimadzu GC equipped with a thermal conduc-
tivity detector (TCD). However, all samples assayed were below
our GC-TCD H2 detection limit of 0.8% vol/vol.
1 mL liquid samples were prepared for high performance liquid
chromatography (HPLC; Shimadzu LC-20AT) through filtration
using a 0.2 mm polyvinylidene fluoride membrane syringe filter
(Pall Corporation, USA). We measured lactate, acetate, propio-
nate, and methanol using the method outlined by Parameswaran
et al. [44], except the elution total time was 40 minutes and the
column temperature was constant at 50uC.
Microbial Community Analyses
We extracted genomic DNA from 0.25 g of soil or sediment
using the PowerSoil DNA Isolation Kit (MO BIO Laboratories,
Inc., USA) following the protocol recommended by the manufac-
turer. For soil/sediment-free consortia, we used pellets formed
from 1.5 mL liquid culture. Before DNA extraction, we pretreated
the pellets as noted in Ziv-El et al. [25]. Then, we followed the
protocol for Gram-positive bacteria outlined in the DNeasy Blood
and Tissue Kit (QIAGEN, USA).
We determined the relative community structure using 454
pyrosequencing in soils, sediments, and soil/sediment-free enrich-
ment cultures. The DNA samples were analyzed at the Research
and Testing Laboratory (Lubbock, TX). The targets were the
combined V2 and V3 regions of the Bacterial 16S rRNA gene as
formerly employed [42,45,46], using the primers 104F (59-
GGCGVACGGGTGAGTAA-39) and 530R (59-CCGCNG-
CNGCTGGCAC-39). Amplicon pyrosequencing was performed
with 454 GS-FLX Titanium protocols [47]. We qualified raw
sequences by trimming off low-quality bases and removing low-
quality, chimeric sequences, and singletons by using the Quanti-
tative Insights Into Microbial Ecology (QIIME) software package
version 1.6.0 [48]. After quality control, aligning and clustering as
described [49], we obtained the operating taxonomic units (OTUs)
at 97% sequence similarity and assigned taxonomy to OTUs by
using the Ribosomal Database Project classifier with a 50%
confidence threshold [50]. We obtained the following number of
qualified sequences: Cuzdrioara soil, 6,924; Carolina sediment,
7,904; and Parris Island sediment, 1,486; ZARA-10 enrichment
culture, 3,141; LINA-09 enrichment culture, 2,847; and ISLA-08
enrichment culture, 2,205. The sequences reported in this paper
were deposited in the Sequence Research Archive (SRA) at NCBI
with the following accession numbers: SAMN02361223,
SAMN02361224, SAMN02361225, SAMN02361226,
SAMN02361227, and SAMN02361228.
To compare microbial diversity on an equal basis, we
performed rarefaction on the OTU table by randomly selecting
sequences at the same depth (1,486: the least number of sequences
throughout samples) with a python script in QIIME. From the
rarefied OTU table, we assessed microbial diversity within a
sample (alpha diversity) through Phylogenetic Diversity (PD) using
the PD Whole Tree estimator in QIIME. We also employed
phylogeny-based UniFrac distance matrix [51] and generated
principal coordinate analysis (PCoA) to evaluate similarity among
soil and sediment samples and soil/sediment-free enrichment
cultures.
We enumerated the 16S rRNA genes of Dehalococcoides mccartyi
and Archaea, as well as Dehalococcoides mccartyi reductive dehalogen-
ase genes, tceA, vcrA, and bvcA in the soil/sediment samples and the
enrichment cultures via quantitative real-time PCR (qPCR).
Triplicate TaqMan assays were setup for samples and standard
curve points and contained the following per 10 mL reaction:
4.5 mL of 2.565 PRIME MasterMix (5 PRIME, Inc., USA),
0.5 mL F’ and R’ primers from 10 mM stocks, 0.03 mL probe from
100 mM stock, 0.47 mL PCR water, and 4 mL DNA template
(diluted 1:10). The primers and probes were previously described
for Dehalococcoides mccartyi 16S rRNA gene, tceA, and vcrA [52]; bvcA
[53]; and Archaea 16S rRNA gene [54,55]. We used an Eppendorf
Realplex 4S realcycler with a PCR temperature profile and cycles
as outlined by Ziv-El et al. [25].
Results and Discussion
Biostimulation of Indigenous Dehalococcoides in
Microcosms from Distinct Environments
We utilized uncontaminated and contaminated soil and
sediments from three geographically-distinct environments to
assess the biological potential for dechlorination of TCE and the
subsequent enrichment of Dehalococcoides in a total of 26
microcosms. Figure 1 (left panels) shows the dechlorination profile
in microcosms amended with TCE, lactate, and methanol. As
depicted in Figure 1A–B (left panels), cis-DCE was the end product
from TCE reduction in all microcosms set up with uncontami-
nated soil and sediment from Cuzdrioara and Carolina, respec-
tively. Production of ethene from PCE reductive dechlorination
was previously recorded in microcosms established with uncon-
taminated river sediments in Lo¨ffler et al. [56]. In the microcosms
with Parris Island sediment, dechlorination proceeded beyond cis-
DCE (Figure 1C, left panel). A representative Parris Island
microcosm producing VC and ethene is shown in Figure 1C (left
panel). In fact, 40% of the microcosms from different core depths
formed VC and ethene as early as 30 days after microcosm
establishment. The dechlorination activity in our laboratory
microcosms (Figure 1C, left panel) is consistent with reports of
indigenous dechlorinating activity at the Parris Island site, where
TCE, cis-DCE, VC, and ethene were detected from dechlorination
of PCE after biostimulation with emulsified vegetable oil [41].
We sought to understand the differences between the micro-
cosms that could or could not be biostimulated to produce VC and
ethene. qPCR data revealed that Dehalococcoides mccartyi were
Figure 4. Enumeration of Dehalococcoides mccartyi in enrich-
ment cultures. qPCR tracking Dehalococcoides 16S rRNA genes and
their reductive dehalogenase genes, tceA, vcrA, and bvcA in the
enrichment cultures after three consecutive additions of 0.5 mmol L21
TCE. The plot is representative of triplicate cultures and the error bars
show standard deviations of triplicate qPCR reactions.
doi:10.1371/journal.pone.0100654.g004
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present in the three soil/sediment inocula. Interestingly, the 16S
rRNA gene copies of Dehalococcoides mccartyi were lowest in the
Parris Island sediment (Figure S1), even though Parris Island
microcosms readily dechlorinated TCE to VC and ethene
(Figure 1C, left panel). In Parris Island and Carolina inocula,
Dehalococcoides mccartyi were detected in a range of 105 Dehalococcoides
mccartyi 16S rRNA genes g21 sediment, while in Cuzdrioara they
were detected at 106 genes g21 soil (Figure S1). The amount of
Dehalococcoides mccartyi gene copies contained in our samples are
comparable to previously published Dehalococcoides-like Chloroflexi
densities from a variety of soils and sediments [57]. Note that the
characterized reductive dehalogenase genes (tceA, vcrA and bvcA)
coding for enzymes involving dechlorination of TCE to VC (TceA
[58]), cis-DCE and VC to ethene (VcrA [59] and BvcA [60]) were
also present in the three soil/sediment inocula (Figure S1). The
presence of the characterized reductive dehalogenase genes
confirmed that the microbiological potential of Dehalococcoides
mccartyi was not the limitation and that overlapping function
redundancy for complete reduction existed in the cis-DCE stalled
microcosms and those producing ethene.
Lactate and methanol were readily fermented through acetate
and propionate, and methane evolution was recorded within the
first weeks of incubation in these microcosms (Figure S2). Hence,
we postulated that the electrons from the fermentable substrates
were being utilized by H2-competing microorganisms growing on
electron acceptors from the soil and sediment and on HCO3
2
from the medium. On day 46, we transferred soil/sediment-free
supernatant from each microcosm bottle stalled at cis-DCE
(Figure 1A–B, middle panels). The original Cuzdrioara and
Carolina microcosms stalled at cis-DCE were biostimulated two
additional times with 5 mM lactate (day 46 after the transfer and
day 180) to replenish the electron donor, and were incubated for
up to 200 days. It is likely that some H2 produced during
fermentation was initially available to Dehalococcoides for dechlori-
nation of TCE to cis-DCE. However, the additional electron
donor and the extended incubation did not further advance cis-
DCE reduction. This indicated that Dehalococcoides able to
dechlorinate past cis-DCE were outcompeted by other microor-
ganisms, and H2 became limiting for Dehalococcoides in the
microcosms. On the other hand, methane concentrations
increased throughout incubation, reaching up to 7.2 mmol L21
and 8.8 mmol L21 in Cuzdrioara and Carolina microcosms,
respectively (Figure S2), showing unmistakably that methanogen-
esis was one of the biological processes benefiting from our
biostimulation efforts. Contrary to the observations from
Figure 1A–B (left panels) which show only partial reduction of
TCE to cis-DCE, we did achieve complete dechlorination of TCE
to ethene in the soil/sediment-free mixed cultures resulting from
the microcosm transfers (Figure 1A–B, center and right panels).
This confirmed that indigenous cis-DCE- and VC-respiring
Dehalococcoides could indeed be biostimulated, and brings support-
ing evidence that the dilution of the soil/sediment and donor-
competing microbial sinks facilitated this outcome.
Characterization of Soil/Sediment-Free Cultures Enriched
in Dehalococcoides mccartyi
Through Figure 1A–B (left panels), our study exemplifies that
microcosm data can fail to predict the ‘‘true’’ reductive
dechlorination potential in an environment. In spite of this, we
showed that ethene could be obtained as the reduced end product
of TCE dechlorination through a specific enrichment process. We
further sought to evaluate the impact of selective enrichment and
culturing on the soil/sediment-free microbial communities devel-
oped from the three distinct environments. ZARA-10, LINA-09,
and ISLA-08 were maintained under identical batch-fed growth
conditions. The majority of the electrons from lactate and
methanol were channeled to fermentation products (acetate and
propionate, Figure S3). HCO3
2-reducing methanogens belonging
to Archaea continued to be detected (Figure S1) and active
(Figure S2) in all enrichment cultures; however, as shown in
Figure S2, methane production diminished when compared to the
activity in the microcosms. As for the TCE dechlorinating activity,
Figure 1A–C (right panels) reveals that, as a result of the
enrichment protocol, fast reduction of TCE to ethene was
achieved in all three enrichment cultures, regardless of the
environment where the microbial inocula originated. Moreover,
the culture performance parameters tabulated in Table 2 show
similarly high maximum observed transient conversion rates (on
the order of mM Cl2 released per day) in ZARA-10, LINA-09,
and ISLA-08 enrichment cultures, and dechlorination of
0.5 mmol L21 TCE to $80% ethene in as short as 1.7 days.
Insights from the Composition of Microbial Communities
To gain further insights into the differences between the
microcosms that could or could not be biostimulated beyond cis-
DCE, we took advantage of high throughput sequencing. The
outer pie charts in Figure 2A–C illustrate the 454 pyrosequencing
data at class level from Cuzdrioara soil, Carolina sediment, and
Parris Island sediment. The class of interest for TCE to ethene
respiration is Dehalococcoidia, containing the genera Dehalococcoides
[1], Dehalogenimonas [61], and Dehalobium [62]. Dehalococcoidia was in
low abundance in all soil and sediment samples (,1% of total
sequences: Cuzdrioara, 0.2%; Carolina, 0.25%; Parris Island,
0.4%), and hence, is not shown in Figure 2A–C. As seen in
Figure 2A–C (outer pie charts), the Cuzdrioara and Carolina
environments were more diverse than the Parris Island sediment
and were predominantly populated by a-, b-, c-, d-, and e-
Proteobacteria. The microbial communities in Cuzdrioara soil and
Carolina sediment (Figure 2A–B) concur with previously described
microbial communities where sulfate [49,63], sulfur [63], iron
[64], nitrate [49,65], and HCO3
2 [42,66] were abundant.
Compared to Cuzdrioara and Carolina samples, the Parris Island
sediment contained fewer classes (Figure 2C) and had a higher
relative abundance of Dehalococcoidia.
While in low abundance in the soils and sediments, relative to
the other bacterial classes, Dehalococcoidia became one of the most
prevalent taxa in all three enrichment cultures. This is depicted in
the inner pie charts in Figure 2A9–C9: ZARA-10, 9%; LINA-09,
3%; ISLA-08, 21%. Furthermore, the predominant classes in all
three originating environments, a-, b-, c-, and e-Proteobacteria were
absent (zero sequences) in the enrichment cultures (Figure 2A9–
C9). We believe this outcome was obtained by removing or diluting
other competing electron acceptors present in the soil/sediment
which were supporting microbial guilds competing for the electron
donor. The most abundant sequences for all three enrichment
cultures belong to Clostridia. The obvious increase in relative
abundance of this class containing fermenting bacteria was the
result of feeding excess fermentable substrates (lactate and
methanol) throughout the enrichment process.
The family Geobacteraceae within the d-Proteobacteria, containing
bacterial members known to respire TCE [67], was maintained in
low abundance (,1%) in the enrichment cultures ZARA-10 and
LINA-09. A different response was found for the enrichment of
anode-respiring bacteria by Miceli et al., who employed the same
soil and sediment samples from Cuzdrioara and Carolina in
microbial electrochemical cells [64]. In the study by Miceli et al.,
when garden soil from Cuzdrioara was used as a microbial
inoculum, the resulting enrichment was dominated by d-
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Proteobacteria (,90% relative abundance) [64]. When the source of
microbes was Carolina mangrove sediment,,60% of the enriched
biofilm was comprised of a-, c-, and d-Proteobacteria [64]. The
elimination or minimization of these Proteobacterial classes in the
enrichment cultures from our study is attributed to the selective
conditions provided in the medium, with TCE and HCO3
2 as sole
electron acceptors.
Diversity Analyses Reveal Convergent Enrichment
Cultures
We conducted alpha diversity analyses using phylogeny-based
metrics (PD index) to estimate microbial diversity. As depicted in
Figure 3A–C, the PD values were low and comparable for all three
enrichment cultures, indicating low microbial diversity. This was
achieved from Cuzdrioara soil and the Carolina sediment
(Figure 3A–B), which had PD values approximately four fold
higher than that of Parris Island (Figure 3C). Furthermore, PCoA
between samples (beta diversity) reveals that heterogeneous soil
and sediment samples (blue symbols, Figure 3D) converged to very
similar, highly efficient TCE-respiring microbial communities
after the enrichment (green symbols, Figure 3D).
Effect of Enrichment Techniques on Growth of
Dehalococcoides mccartyi
Enumeration of Dehalococcoides mccartyi was achieved through
qPCR targeting the 16S rRNA genes (Table 2 and Figure 4) and
their reductive dehalogenase genes, tceA, vcrA, and bvcA (Figure 4).
The three enrichment cultures exhibited some microbiological
differences with respect to the Dehalococcoides mccartyi strains
enriched. For example, vrcA was not detected in ISLA-08
(Figure 3) even though it was present in the Parris Island sediment
(Figure S1). However, common to all enrichment cultures were
the very high (and similar) densities of Dehalococcoides mccartyi of
,109 Dehalococcoides cells mL21 (or 1012 cells L21) (Table 2 and
Figure 4). These densities were mainly the result of the enrichment
protocol, where high doses of TCE (1.5–3 mmol L21 total over
three additions) were subsequently reduced by Dehalococcoides
mccartyi coupling growth to dechlorination. The minimization of
microbial competitors, especially hydrogenotrophic methanogens,
also contributed to achieving these high Dehalococcoides densities.
The high concentrations of TCE fed to Dehalococcoides may have
also directly suppressed the methanogenic populations as initially
reported by DiStefano et al. in enrichments fed with PCE,
methanol, and yeast extract [15].
Taken together, the rates and the times required for complete
reduction to ethene of the TCE supplied (Figure 1, right panels),
and the resulting Dehalococcoides mccartyi concentrations (Table 2
and Figure 4) compare favorably to previously published values
tabulated by Ziv-El et al. [25,68]. Dechlorination rates and
Dehalococcoides mccartyi densities, two important and interconnected
factors for successful bioremediation, vary sometimes by orders of
magnitude [25,68] between previously characterized cultures. A
contributing factor to these variances could be the enrichment
technique employed, as the compared studies used different
conditions and different stimulation techniques for the develop-
ment and cultivation of reductively dechlorinating cultures. Our
results support the idea that a robust microbial community, where
Dehalococcoides thrive, can be achieved under the enrichment
conditions described herein.
Bioaugmentation of Microcosms with Their Respective
Enrichment Cultures
One important aspect of our study, exemplified with the
Cuzdrioara soil and Carolina sediment, is the ability to stimulate
the production of VC and ethene and the growth of cis-DCE and
VC-respiring Dehalococcoides. To strengthen this point, we designed
a simple experiment to show that, once Dehalococcoides are enriched
and in high abundance, they can better compete in the complex
soil or sediment environments from which they originated. For
this, we re-established microcosms containing Cuzdrioara soil and
Carolina sediment and bioaugmented the microcosms with a 1%
vol/vol inoculum of ZARA-10 or LINA-09 enrichment culture,
respectively, to more appropriately reflect the dilution factor in
bioremediation scenarios at contaminated sites. As seen in
Figure 5A–B and supportive of our hypothesis, with both
enrichment cultures dechlorination of TCE proceeded to ethene
and we achieved close to complete dechlorination of 0.25 mmol
L21 TCE to ethene in ,30 days. The rates of reductive
dechlorination obtained with this smaller inoculum exclude the
possibility that the cis-DCE stall resulted from components in the
soil/sediment inhibiting the native Dehalococcoides.
Outlook on Bioremediation Using Dehalococcoides
For bioremediation of PCE or TCE contaminated sites,
microcosm experiments have historically been utilized as indica-
tors of indigenous microbial activity [14]. The results of
microcosm experiments help researchers and bioremediation
practitioners decide whether biostimulation or bioaugmentation
is the appropriate treatment for decontamination of environments
polluted by chlorinated solvents [14]. In cases where incomplete
dechlorination was observed in microcosms, this has been
attributed to the presence of inhibitors in the soil or the lack of
Dehalococcoides mccartyi capable of complete dechlorination. Our
findings clearly show that neither result from Cuzdrioara nor
Carolina biostimulated microcosms could be explained by these
two hypotheses. Instead, an electron donor competition is
proposed, supported by our data, in which components of the
soil or sediment serve as electron acceptor for competing H2-
oxidizing microorganisms.
Figure 5. Bioaugmentation of microcosms with their respective
enrichment cultures. Dechlorination of TCE in (A) in Cuzdrioara soil
microcosms bioaugmentated with ZARA-10 enrichment culture and in
(B) Carolina sediment microcosms bioaugmented with LINA-09 culture.
The inoculum used for these experiments was 1% vol/vol.
doi:10.1371/journal.pone.0100654.g005
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Our results bring experimental evidence towards a new possible
explanation to ‘‘unsuccessful’’ microcosm experiments. If indeed
microbial competition for electron donor is a major determining
factor in the success of established microcosms, it will certainly be
a determining factor in bioremediation as well, and adding excess
electron donor to biostimulate could prove unsuccessful. Further-
more, through the soil/sediment-free enrichment cultures devel-
oped, we bring evidence linking fast rates of TCE to ethene
dechlorination and high densities of Dehalococcoides mccartyi to the
selective enrichment protocol. In our study, these rates and
densities were independent of the origin of the microbial inocula
and the end-product of reductive dechlorination in microcosms,
which bring about implications for potentially improving bior-
emediation in chlorinated ethene-contaminated environments.
Supporting Information
Figure S1 Enumeration of Dehalococcoides mccartyi in
environmental inocula and enrichment culture inocula.
qPCR tracking Dehalococcoides mccartyi 16S rRNA gene, tceA, vcrA,
and bvcA and Archaeal 16S rRNA gene. The filled bars represent
the relative abundance of the targeted genes in the soil and
sediment inocula (Cuzdrioara, Carolina, and Parris Island) before
microcosm establishment. The empty bars show the target gene
concentrations in the soil/sediment-free enrichment cultures used
as inocula for the experiments shown in the right panels
Figure 1A–C. The error bars are standard deviations of triplicate
qPCR reactions.
(TIFF)
Figure S2 Methane production in microcosms and
subsequent enrichment cultures. (A)–(B) Left panels: time-
course methane measurements in Cuzdrioara and Carolina
microcosms biostimulated with fermentable substrates. (A)–(B)
Right panels: final methane concentrations recorded in Cuz-
drioara and Carolina microcosms (end of experiments from
Figure 1A–B, day 200) and final methane concentrations in
ZARA-10 and LINA-09 enrichment cultures (end of experiments
from Figure 1A–B, day 2.8).
(TIFF)
Figure S3 Distribution of electrons from lactate and
methanol in enrichment cultures. Typical electron balance
showing distribution of electrons from 5 mM lactate and 12 mM
methanol to the main processes occurring in the soil/sediment-free
cultures. This electron balance was generated from data collected
from triplicate cultures after three consecutive additions of
fermentable substrates and TCE.
(TIFF)
Acknowledgments
We thank Gheorghe Niculaie Borz for providing the soil from Cuzdrioara,
Ce´sar I. Torres for sampling the mangrove sediment from Carolina, and
Ryan Ekre and Paul C. Johnson for providing the core sediments from
Parris Island MCRD Site 45. We acknowledge Zuena Mushtaq and Emily
Bondank for assisting in some of the dechlorination experiments. Finally,
we extend our gratitude to the Reviewers for their excellent feedback.
Author Contributions
Conceived and designed the experiments: AGD RK-B. Performed the
experiments: AGD KGN DF-W JFM HYD. Analyzed the data: AGD D-
WK SCP RK-B. Wrote the paper: AGD. Contributed to the intellectual
merit of the manuscript: D-WK SCP RK-B.
References
1. Lo¨ffler FE, Yan J, Ritalahti KM, Adrian L, Edwards EA, et al. (2013)
Dehalococcoides mccartyi gen. nov., sp nov., obligately organohalide-respiring
anaerobic bacteria relevant to halogen cycling and bioremediation, belong to a
novel bacterial class, Dehalococcoidia classis nov., order Dehalococcoidales ord. nov
and family Dehalococcoidaceae fam. nov., within the phylum Chloroflexi. Interna-
tional Journal of Systematic and Evolutionary Microbiology 63: 625–635.
doi:10.1099/ijs.0.034926-0.
2. Maymo´-Gatell X, Chien YT, Gossett JM, Zinder SH (1997) Isolation of a
bacterium that reductively dechlorinates tetrachloroethene to ethene. Science
276: 1568–1571. doi:10.1126/science.276.5318.1568.
3. He JZ, Ritalahti KM, Yang KL, Koenigsberg SS, Lo¨ffler FE (2003)
Detoxification of vinyl chloride to ethene coupled to growth of an anaerobic
bacterium. Nature 424: 62–65. doi:10.1038/nature01717.
4. Adrian L, Szewzyk U, Wecke J, Gorisch H (2000) Bacterial dehalorespiration
with chlorinated benzenes. Nature 408: 580–583. doi:10.1038/nature01717.
5. Adrian L, Hansen SK, Fung JM, Gorisch H, Zinder SH (2007) Growth of
Dehalococcoides strains with chlorophenols as electron acceptors. Environmental
Science & Technology 41: 2318–2323. doi:10.1021/es062076m.
6. Wang SQ, He JZ (2013) Phylogenetically distinct bacteria involve extensive
dechlorination of Aroclor 1260 in sediment-free cultures. PLoS ONE 8: e59178.
doi:59110.51371/journal.pone.0059178.
7. Tas¸ N, van Eekert MHA, de Vos WM, Smidt H (2010) The little bacteria that
can – diversity, genomics and ecophysiology of ‘Dehalococcoides’ spp. in
contaminated environments. Microbial Biotechnology 3: 389–402.
doi:10.1111/j.1751-7915.2009.00147.x.
8. Ellis DE, Lutz EJ, Odom JM, Buchanan RJ, Bartlett CL, et al. (2000)
Bioaugmentation for accelerated in situ anaerobic bioremediation. Environmen-
tal Science & Technology 34: 2254–2260. doi:10.1021/es990638e.
9. Major DW, McMaster ML, Cox EE, Edwards EA, Dworatzek SM, et al. (2002)
Field demonstration of successful bioaugmentation to achieve dechlorination of
tetrachloroethene to ethene. Environmental Science & Technology 36: 5106–
5116. doi:10.1021/es0255711.
10. Hug LA, Maphosa F, Leys D, Lo¨ffler FE, Smidt H, et al. (2013) Overview of
organohalide-respiring bacteria and a proposal for a classification system for
reductive dehalogenases. Philosophical Transactions of the Royal Society B-
Biological Sciences 368. doi:10.1098/rstb.2012.0322.
11. Lo¨ffler FE, Sanford RA, Ritalahti KM (2005) Enrichment, cultivation, and
detection of reductively dechlorinating bacteria. In: Leadbetter J, editor.
Methods in Enzymology. pp. 77–111. doi:10.1016/S0076-6879(05)97005-5.
12. Fennell DE, Carroll AB, Gossett JM, Zinder SH (2001) Assessment of
indigenous reductive dechlorinating potential at a TCE-contaminated site using
microcosms, polymerase chain reaction analysis, and site data. Environmental
Science & Technology 35: 1830–1839. doi:10.1021/es0016203.
13. Aziz CE, Wymore RA, Steffan RJ (2013) Bioaugmentation considerations. In:
Stroo HF, Leeson A, Ward HC, editors. Bioaugmentation for groundwater
remediation. New York: Springer. pp. 141–169.
14. Stroo HF, Major DW, Steffan RJ, Koenisgsberg SS, Ward CH (2013)
Bioaugmentation with Dehalococcoides: A decision guide. In: Stroo HF, Leeson
A, Ward CH, editors. Bioaugmentation for groundwater remediation. New
York: Springer. pp. 117–140.
15. DiStefano TD, Gossett JM, Zinder SH (1991) Reductive dechlorination of high
concentrations of tetrachloroethene to ethene by an anaerobic enrichment
culture in the absence of methanogenesis. Applied and Environmental
Microbiology 57: 2287–2292.
16. Harkness MR, Bracco AA, Brennan MJ, Deweerd KA, Spivack JL (1999) Use of
bioaugmentation to stimulate complete reductive dechlorination of trichlor-
oethene in Dover soil columns. Environmental Science & Technology 33: 1100–
1109. doi:10.1021/es9807690.
17. Richardson RE, Bhupathiraju VK, Song DL, Goulet TA, Alvarez-Cohen L
(2002) Phylogenetic characterization of microbial communities that reductively
dechlorinate TCE based upon a combination of molecular techniques.
Environmental Science & Technology 36: 2652–2662. doi:10.1021/es0157797.
18. Duhamel M, Wehr SD, Yu L, Rizvi H, Seepersad D, et al. (2002) Comparison of
anaerobic dechlorinating enrichment cultures maintained on tetrachloroethene,
trichloroethene, cis-dichloroethene and vinyl chloride. Water Research 36:
4193–4202. doi:10.1016/S0043-1354(02)00151-3.
19. Lendvay JM, Lo¨ffler FE, Dollhopf M, Aiello MR, Daniels G, et al. (2003)
Bioreactive barriers: A comparison of bioaugmentation and biostimulation for
chlorinated solvent remediation. Environmental Science & Technology 37:
1422–1431. doi:10.1021/es025985u.
20. Cupples AM, Spormann AM, McCarty PL (2003) Growth of a Dehalococcoides-
like microorganism on vinyl chloride and cis-dichloroethene as electron
acceptors as determined by competitive PCR. Applied and Environmental
Microbiology 69: 953–959. doi:10.1128/AEM.69.2.953-959.2003.
21. He J, Sung Y, Krajmalnik-Brown R, Ritalahti KM, Loffler FE (2005) Isolation
and characterization of Dehalococcoides sp strain FL2, a trichloroethene (TCE)-
Selective Enrichment Yields Ethene-Producing Dechlorinating Cultures
PLOS ONE | www.plosone.org 8 June 2014 | Volume 9 | Issue 6 | e100654
and 1,2-dichloroethene-respiring anaerobe. Environmental Microbiology 7:
1442–1450. doi:10.1111/j.1462-2920.2005.00830.x.
22. Yu SH, Dolan ME, Semprini L (2005) Kinetics and inhibition of reductive
dechlorination of chlorinated ethylenes by two different mixed cultures.
Environmental Science & Technology 39: 195–205. doi:10.1021/es0496773.
23. Schaefer CE, Condee CW, Vainberg S, Steffan RJ (2009) Bioaugmentation for
chlorinated ethenes using Dehalococcoides sp.: Comparison between batch and
column experiments. Chemosphere 75: 141–148. doi:10.1016/j.chemo
sphere.2008.12.041.
24. Vainberg S, Condee CW, Steffan RJ (2009) Large-scale production of bacterial
consortia for remediation of chlorinated solvent-contaminated groundwater.
Journal of Industrial Microbiology & Biotechnology 36: 1189–1197.
doi:10.1007/s10295-009-0600-5.
25. Ziv-El M, Delgado AG, Yao Y, Kang DW, Nelson KG, et al. (2011)
Development and characterization of DehaloR‘2, a novel anaerobic microbial
consortium performing rapid dechlorination of TCE to ethene. Applied
Microbiology and Biotechnology 92: 1063–1071. doi:10.1007/s00253-011-
3388-y.
26. Futagami T, Morono Y, Terada T, Kaksonen AH, Inagaki F (2009)
Dehalogenation activities and distribution of reductive dehalogenase homolo-
gous genes in marine subsurface sediments. Applied and Environmental
Microbiology 75: 6905–6909. doi:10.1128/AEM.01124-09.
27. van der Zaan B, Hannes F, Hoekstra N, Rijnaarts H, de Vos WM, et al. (2010)
Correlation of Dehalococcoides 16S rRNA and chloroethene-reductive dehalogen-
ase genes with geochemical conditions in chloroethene-contaminated ground-
water. Applied and Environmental Microbiology 76: 843–850. doi:10.1128/
AEM.01482-09.
28. Kittelmann S, Friedrich MW (2008) Identification of novel perchloroethene-
respiring microorganisms in anoxic river sediment by RNA-based stable isotope
probing. Environmental Microbiology 10: 31–46. doi:10.1111/j.1462-
2920.2007.01427.x.
29. Shani N, Rossi P, Holliger C (2013) Correlations between environmental
variables and bacterial community structures suggest Fe(III) and vinyl chloride
reduction as antagonistic terminal electron-accepting processes. Environmental
Science & Technology 47: 6836–6845. doi:10.1021/es304017s.
30. Sleep BE, Seepersad DJ, Mo K, Heidorn CM, Hrapovic L, et al. (2006)
Biological enhancement of tetrachloroethene dissolution and associated
microbial community changes. Environmental Science & Technology 40:
3623–3633. doi:10.1021/es051493g.
31. Fennell DE, Gossett JM, Zinder SH (1997) Comparison of butyric kid, ethanol,
lactic acid, and propionic acid as hydrogen donors for the reductive
dechlorination of tetrachloroethene. Environmental Science & Technology 31:
918–926. doi:10.1021/es960756r.
32. Yang YR, McCarty PL (1998) Competition for hydrogen within a chlorinated
solvent dehalogenating anaerobic mixed culture. Environmental Science &
Technology 32: 3591–3597. doi:10.1021/es980363n.
33. Smatlak CR, Gossett JM, Zinder SH (1996) Comparative kinetics of hydrogen
utilization for reductive dechlorination of tetrachloroethene and methanogenesis
in an anaerobic enrichment culture. Environmental Science & Technology 30:
2850–2858. doi:
34. Delgado AG, Parameswaran P, Fajardo-Williams D, Halden RU, Krajmalnik-
Brown R (2012) Role of bicarbonate as a pH buffer and electron sink in
microbial dechlorination of chloroethenes. Microbial Cell Factories 11: 128.
doi:10.1186/1475-2859-11-128.
35. Berggren DRV, Marshall IPG, Azizian MF, Spormann AM, Semprini L (2013)
Effects of sulfate reduction on the bacterial community and kinetic parameters of
a dechlorinating culture under chemostat growth conditions. Environmental
Science & Technology 47: 1879–1886. doi:10.1021/es304244z.
36. Azizian MF, Behrens S, Sabalowsky A, Dolan ME, Spormann AM, et al. (2008)
Continuous-flow column study of reductive dehalogenation of PCE upon
bioaugmentation with the Evanite enrichment culture. Journal of Contaminant
Hydrology 100: 11–21. doi:10.1016/j.jconhyd.2008.04.006.
37. Fennell DE, Gossett JM (1998) Modeling the production of and competition for
hydrogen in a dechlorinating culture. Environmental Science & Technology 32:
2450–2460. doi:10.1021/es980136l.
38. Aulenta F, Pera A, Rossetti S, Papini MP, Majone M (2007) Relevance of side
reactions in anaerobic reductive dechlorination microcosms amended with
different electron donors. Water Research 41: 27–38. doi:10.1016/j.wa-
tres.2006.09.019.
39. Aulenta F, Beccari M, Majone M, Papini MP, Tandoi V (2008) Competition for
H2 between sulfate reduction and dechlorination in butyrate-fed anaerobic
cultures. Process Biochemistry 43: 161–168. doi:10.1016/j.procbio.2007.11.006.
40. Delgado AG, Fajardo-Williams D, Popat SC, Torres CI, Krajmalnik-Brown R
(2014) Successful operation of continuous reactors at short retention times results
in high-density, fast-rate Dehalococcoides dechlorinating cultures. Applied Micro-
biology and Biotechnology 98: 2729–2737. doi:10.1007/s00253-013-5263-5.
41. Ekre R, Johnson PC, Rittmann BE, Krajmalnik-Brown R (2014) Method for
assessing source zone natural depletion at chlorinated aliphatic spill sites.
Groundwater Monitoring & Remediation 34: 60–70. doi:10.1111/gwmr.12049.
42. Ziv-El M, Popat SC, Parameswaran P, Kang DW, Polasko A, et al. (2012) Using
electron balances and molecular techniques to assess trichoroethene-induced
shifts to a dechlorinating microbial community. Biotechnology and Bioengi-
neering 109: 2230–2239. doi:10.1002/bit.24504.
43. Ziv-El M, Popat SC, Cai K, Halden RU, Krajmalnik-Brown R, et al. (2012)
Managing methanogens and homoacetogens to promote reductive dechlorina-
tion of trichloroethene with direct delivery of H2 in a membrane biofilm reactor.
Biotechnology and Bioengineering 109: 2200–2210. doi:10.1002/bit.24487.
44. Parameswaran P, Torres CI, Lee HS, Rittmann BE, Krajmalnik-Brown R
(2011) Hydrogen consumption in microbial electrochemical systems (MXCs):
The role of homo-acetogenic bacteria. Bioresource Technology 102: 263–271.
doi:10.1016/j.biortech.2010.03.133.
45. Badalamenti JP, Torres CI, Krajmalnik-Brown R (2013) Light-responsive
current generation by phototrophically enriched anode biofilms dominated by
green sulfur bacteria. Biotechnology and Bioengineering 110: 1020–1027.
doi:10.1002/bit.24779.
46. Kang D-W, Park JG, Ilhan ZE, Wallstrom G, LaBaer J, et al. (2013) Reduced
incidence of Prevotella and other fermenters in intestinal microflora of autistic
children. PLoS ONE 8: e68322. doi:68310.61371/journal.pone.0068322.
47. Wolcott RD, Gontcharova V, Sun Y, Dowd SE (2009) Evaluation of the
bacterial diversity among and within individual venous leg ulcers using bacterial
tag-encoded FLX and Titanium amplicon pyrosequencing and metagenomic
approaches. BMC Microbiology 9: 226. doi: 10.1186/1471-2180-9-226.
48. Caporaso JG, Kuczynski J, Stombaugh J, Bittinger K, Bushman FD, et al. (2010)
QIIME allows analysis of high-throughput community sequencing data. Nature
Methods 7: 335–336. doi:10.1038/nmeth.f.303.
49. Ontiveros-Valencia A, Ilhan ZE, Kang D-W, Rittmann B, Krajmalnik-Brown R
(2013) Phylogenetic analysis of nitrate- and sulfate-reducing bacteria in a
hydrogen-fed biofilm. FEMS Microbiology Ecology 85: 158–167. doi:10.1111/
1574-6941.12107.
50. Cole JR, Wang Q, Cardenas E, Fish J, Chai B, et al. (2009) The Ribosomal
Database Project: Improved alignments and new tools for rRNA analysis.
Nucleic Acids Research 37: D141–D145. doi:10.1093/nar/gkn879.
51. Lozupone C, Hamady M, Knight R (2006) UniFrac – An online tool for
comparing microbial community diversity in a phylogenetic context. BMC
Bioinformatics 7: 371. doi:10.1186/1471-2105-7-371.
52. Holmes VF, He JZ, Lee PKH, Alvarez-Cohen L (2006) Discrimination of
multiple Dehalococcoides strains in a trichloroethene enrichment by quantification
of their reductive dehalogenase genes. Applied and Environmental Microbiology
72: 5877–5883. doi:10.1128/AEM.00516-06.
53. Ritalahti KM, Amos BK, Sung Y, Wu QZ, Koenigsberg SS, et al. (2006)
Quantitative PCR targeting 16S rRNA and reductive dehalogenase genes
simultaneously monitors multiple Dehalococcoides strains. Applied and Environ-
mental Microbiology 72: 2765–2774. doi:10.1128/AEM.72.4.2765-27774.2006.
54. Yu Y, Lee C, Kim J, Hwang S (2005) Group-specific primer and probe sets to
detect methanogenic communities using quantitative real-time polymerase chain
reaction. Biotechnology and Bioengineering 89: 670–679. doi:10.1002/
bit.20347.
55. Parameswaran P, Zhang HS, Torres CI, Rittmann BE, Krajmalnik-Brown R
(2010) Microbial community structure in a biofilm anode fed with a fermentable
substrate: The significance of hydrogen scavengers. Biotechnology and
Bioengineering 105: 69–78. doi:10.1002/bit.22508.
56. Lo¨ffler FE, Sun Q, Li JR, Tiedje JM (2000) 16S rRNA gene-based detection of
tetrachloroethene-dechlorinating Desulfuromonas and Dehalococcoides species. Ap-
plied and Environmental Microbiology 66: 1369–1374. doi:10.1128/
AEM.66.4.1369-1374.2000.
57. Krzmarzick MJ, Crary BB, Harding JJ, Oyerinde OO, Leri AC, et al. (2012)
Natural niche for organohalide-respiring Chloroflexi. Applied and Environmental
Microbiology 78: 393–401. doi:10.1128/AEM.06510-11.
58. Magnuson JK, Romine MF, Burris DR, Kingsley MT (2000) Trichloroethene
reductive dehalogenase from Dehalococcoides ethenogenes: Sequence of tceA and
substrate range characterization. Applied and Environmental Microbiology 66:
5141–5147. doi:10.1128/AEM.66.12.5141-5147.2000.
59. Mu¨ller JA, Rosner BM, von Abendroth G, Meshulam-Simon G, McCarty PL,
et al. (2004) Molecular identification of the catabolic vinyl chloride reductase
from Dehalococcoides sp strain VS and its environmental distribution. Applied and
Environmental Microbiology 70: 4880–4888. doi:10.1128/AEM.70.8.4880-
4888.2004.
60. Krajmalnik-Brown R, Ho¨lscher T, Thomson IN, Saunders FM, Ritalahti KM,
et al. (2004) Genetic identification of a putative vinyl chloride reductase in
Dehalococcoides sp strain BAV1. Applied and Environmental Microbiology 70:
6347–6351. doi:10.1128/AEM.70.10.6347-6351.2004.
61. Moe WM, Yan J, Nobre MF, da Costa MS, Rainey FA (2009) Dehalogenimonas
lykanthroporepellens gen. nov., sp nov., a reductively dehalogenating bacterium
isolated from chlorinated solvent-contaminated groundwater. International
Journal of Systematic and Evolutionary Microbiology 59: 2692–2697.
doi:10.1099/ijs.0.011502-0.
62. May HD, Miller GS, Kjellerup BV, Sowers KR (2008) Dehalorespiration with
polychlorinated biphenyls by an anaerobic ultramicrobacterium. Applied and
Environmental Microbiology 74: 2089–2094. doi:10.1128/AEM.01450-07.
63. Hansel CM, Fendorf S, Jardine PM, Francis CA (2008) Changes in bacterial and
archaeal community structure and functional diversity along a geochemically
variable soil profile. Applied and Environmental Microbiology 74: 1620–1633.
doi:10.1128/AEM.01787-07.
64. Miceli JF, Parameswaran P, Kang D-W, Krajmalnik-Brown R, Torres CI (2012)
Enrichment and analysis of anode-respiring bacteria from diverse anaerobic
inocula. Environmental Science & Technology 46: 10349–10355. doi:10.1021/
es301902h.
Selective Enrichment Yields Ethene-Producing Dechlorinating Cultures
PLOS ONE | www.plosone.org 9 June 2014 | Volume 9 | Issue 6 | e100654
65. Van Trump JI, Wrighton KC, Thrash JC, Weber KA, Andersen GL, et al.
(2011) Humic acid-oxidizing, nitrate-reducing bacteria in agricultural soils. Mbio
2: e00044–11 doi:10.1128/mBio.00044-11.
66. Kotsyurbenko OR, Glagolev MV, Nozhevnikova AN, Conrad R (2001)
Competition between homoacetogenic bacteria and methanogenic archaea for
hydrogen at low temperature. FEMS Microbiology Ecology 38: 153–159.
doi:10.1111/j.1574-6941.2001.tb00893.x.
67. Sung Y, Fletcher KF, Ritalaliti KM, Apkarian RP, Ramos-Hernandez N, et al.
(2006) Geobacter lovleyi sp nov strain SZ, a novel metal-reducing and
tetrachloroethene-dechlorinating bacterium. Applied and Environmental Mi-
crobiology 72: 2775–2782. doi:10.1128/AEM.72.4.2775-2782.2006.
68. Ziv-El M, Delgado AG, Yao Y, Kang D-W, Nelson KG, et al. (2012) Erratum
to: Development and characterization of DehaloR‘2, a novel anaerobic
microbial consortium performing rapid dechlorination of TCE to ethene (vol
92, pg 1063, 2011). Applied Microbiology and Biotechnology 95: 273–274.
doi:10.1007/s00253-012-4161-6.
Selective Enrichment Yields Ethene-Producing Dechlorinating Cultures
PLOS ONE | www.plosone.org 10 June 2014 | Volume 9 | Issue 6 | e100654
